t r a c t
The data shows results acquired in a large cohort of 5668 ethnic Arabs involved in a common variants association study for coronary artery disease (CAD) and myocardial infarction (MI) using the Affymetrix Axiom Genotyping platform ("A genome-wide association study reveals susceptibility loci for myocardial infarction/coronary artery disease in Saudi Arabs" Wakil et al. (2015) [1] ). Several loci were described that conferred risk for CAD or MI, some of which were validated in an independent set of samples. The Saudi Arab cohort show similarities with the Caucasian populations.
Data
The summary puts together the clinical features of the studied cases versus controls, the genomic distribution of the implicated variants and the principal component analysis of the data, as well as comparison of the Saudi population with other ethnic groups (Figs. 1-3) (Table 1) . 
Experimental design, materials and methods
The discovery study involved 5668 Saudi Arabs who were subjected to genotyping using Affymetrix Axiom Genome-Wide ASI Array (Asian population). Genotyping data were generated using the Axiom GT1 algorithm and an IBS/IBD analysis in PLINK [2] . Analyses of the genome-wide association (GWA) were based on a linear mixed model method using FASTLMM-Select with Principal Component (PCs) as in Lippert et al. [3] and Widmer et al. [4] . Heritability estimation was performed according to Yang et al. [5] implemented in Genome-wide Complex Trait analysis (GCTA) software and extended in REACTA. The population substructure was examined by Principal Component Analysis (PCA) using the GCTA as described by Yang and colleagues [5] to eliminate the outliers that do not conform to the main cluster of samples that form the Saudi cohort, and may therefore lead to false positive results. 
